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Figure 1. 
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Figure 2. 
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Figure 3. 
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Figure 4. 




Temperature <°C) 



Attorney Docket No.: 23660/2 
DETECTION OF EPSTEIN BARR VIRUS 
Applicant(s): Melvyn Smith 
Sheet 5 of 8 



Figure 5 




E Positive 

■ False Positive 

□ Negative 

□ False Negative 



Testing Site/Method 



Attorney Docket No.: 23660/2 
DETECTION OF EPSTEIN BARR VIRUS 
Applicants): Melvyn Smith 
Sheet 6 of 8 



Figure 6 

r 

> qi 1 180254 65 I ah I AY037858 . 1 I 
complete genome 

Length - 171096 



Cercopithicine herpesvirus 15 strain LCL8 664, 



Score = 125 bits (63), Expect - 3e-27 
Identities =* 84/91 (92%) 
Strand = Plus / Plus 



Query: 32 tctggtgtccgggggataatggagtcaacatccaggcttgggcacatctgcttcaacagg 91 

NIMH I 1 I I I I I { I I I I | M | | | | | | | | | | | I | Ill III mi 

Sbjct: 84 022 tctggtgtccgggggataatggagtcaacatccaggcttggacacatctgcttcatcagg 84081 

Query: 92 aggcgcagcctgtcattttcagatgatttgg 122 

I Mi I M I I I I I I I I I I I I I I I I I I I 
Sbjct: 84082 atgcgtagccgttcattttccgatgatttgg 84112 



Score = 125 bits (63), Expect - 3e-27 
Identities - 194/237 (81%), Gaps = 3/237 (1%) 
Strand - Plus / Plus 



Query: 583 cagtagaattgtctccaggttgaggtgcttctcccccggcttggttagtctgttgattct 642 

I I M M I I I I I I I I I I I I I I I I I I I 1 I I I I I I I I M II I I I I I I I I I I I I I I IN 
Sbjct: 84718 cagtagaattgtctccaggttgtggtgcttctcccccggcttggtgaaactgttgaatct 84777 

Query: 643 gggttatgtcggagactgggaacagctgaggtgctgcataagcttgataagcattctcag 702 

I I I I I III I I I I I Ml I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Sbjct: 84778 gggtcaagtctgggacttggagcagctgaggtgctgcatatgtcggataaagattctcag 84837 

Query: 703 gagcaggctgaggggcagaaaaccacgacccagtcggagcggttgaaacatgataggcag 762 

M M I I M I I I I I I I I I I I I I I I I I I I I I I I I I I I I I MINIMI 
Sbjct: 84838 gattagtc'tgaaaagcaggaaaccactgcccagtaggagcggctgaaaggtgataagcag 84897 

Query: 7 63 t tagctggccttgtggcagaggctctggcagcaccggccacagcacacaaggca 816 

I M I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I 

Sbjct: 84898 tgggctgctgaacatgtggcagtggctccgacagcaccggccaaagcacacaaggca 84954 



Score » 113 bits (57), Expect = le-23 
Identities - 105/121 (86%) 
Strand = Plus / Plus 



Query: 215 acctcacggtagtgctgcagcagttgcttaaacttggcccggcattttctggaagccacc 274 

I I I I I I I I I I II I I M I I I I II I ill III I I I I I I I I I I M I II I I I I I I I I I I 
Sbjct: 84229 acctcacggtagtgctgcagaagattcttgaacctggctcggcattttctggaagccacc 84288 

Query: 275 cgattcttgtatcgctttatttctagttcagaatcgcattcctccagctgcgagcaaggg 334 

M M I I M I I I I I I I I I I I M I I I I I I I I I II II I I I I II I I 1 I I I I I I I 
Sbjct: 84289 cggttcttgtaacgctttatttcaagttcagagccacactcgtccagctacaagcaaggg 84348 



Query: 335 a 335 
I 

Sbjct: 84349 a 84349 



Score « 54.0 bits (27), Expect - 8e-06 
Identities = 36/39 (92%) 
Strand = Plus / Plus 
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Query: 824 ttgcgatggccctcccaggtcctgatagactctggtagc 862 

I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I 
Sbjct: 84971 ttgcgatggtccacccaggtcctgatagactctagtagc 85009 



Score = 36.2 bits (18), Expect = 2.0 
Identities - 24/26 (92%) 
Strand = Plus / Plus 



Query: 443 taccgattctggctgttgtggtttcc 468 

I I I I I I I I I I I I I I I I ill I I II I 
Sbjct: 84578 taccgattctggctgtggtgttttcc 84603 



Figure 6 (continued) 
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Figure 7 



